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I. Method for theV detection and identification of at least one micro-organism, or for 
the simultaneous detectionW several micro-organisms in a sample, comprising the steps of: 

(i) if need be releasing! isolating and/or concentrating the polynucieic acids from the 
micro-organism(s) to ue detected in the sample; 

(ii) if need be amplifying me 16S-23S rRNA spacer region, or a pan of it, from the 
micro-organism(s) to be Wtected, with at least one suitable primer pair; 

(iii) hybridizing the polynudex acids of step (i) or (ii) with a set of probes comprising at 
least two probes under the Same hybridization and wash conditions, with said probes 
being selected from the sequences of table la or equivalents thereof, and/or from , 
taxon-specific probes derived\from any of the spacer sequences as represented in 
figures 1-103, with said taxon-specific probe being selected such that it is capable of 
hybridizing under the same hybridization and wash conditions as at least one of the 
probes of table la ; 

(iv) detecting the hybrids formed in steji 

(v) identification of the microorganism^) present in the sample from the differential 
hybridizadon signals obtained in step Qy). 



2. Method according to claim 1, wherein said sample 
respiratory tract and wherein wherein the set of probes as defined 
least one probe chosen from the following spacer probes: 
MYC-ICG-1 : ACTGGATAGTGGTTGCGAGCATCTA 
MYC-ICG-22 : CTTCTGAATAGTGGTTGCGAGcAtCT 
MTB-ICG-1 : GGGTGCATGACAACAAAGTTGGCCA 
MTB-ICG-2 : GACTTGTTCCAGGTGTTGTCCCAC 
MTB-ICG-3 : CGGCTAGCGGTGGCGTGTTCT 
MAI-ICG-1 : CAACAGCAAATGATTGCCAGACAC^C 
MIL-ICG-ll : GAGGGGTTCCCGTCTGTAGTG 
MIL-ICG-22 : TGAGGGGTTCTCGTCTGTAGTG 
MAC-ICG-1 : CACTCGGTCGATCCGTGTGGA 
MAV-ICG-i : TCGGTCCGTCCGTGTGGAGTC 



is originating from the 
in step (iii) comprises at 

(SEQ ID NO 1) 
(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
(SEQ ID NO 5) 
(SEQ ID NO 6) 
(SEQ ID NO 7) 
(SEQ ID NO 8) 
(SEQ ID NO 9) 
(SEQ ID NO 10) 
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MAV-ICG-22 : 
MIN-rCG-1 : 
MIN-ICG-2 : 
MIN-ICG-22 : 
MIN-ICG-222 : 
MIN-ICG-2222 
MAL-ICG-1 : 
MHEF-ICG-1 : 
MAH-ICG-1 : 

MCO-ICG-ll : 
MTH-ICG-11 : 
MTH-ICG-2 : 
MEF-ICG-11 : 
MSC-ICG-1 : 
MKA-ICG-1 : 
MKA-ICG-2 : 
MKA-ICG-3 : 
MKA-ICG-4 : 
MKA-ICG-5 : 
MKA-ICG-6 : 
MKA-ICG-7 : 
MKA-ICG-8 : 
MKA-ICG-9 : 
MKA-ICG-10 
MCH-ICG-1 : 
MCH-ICG-2 : 
MCH-ICG-3 : 
MGO-ICG-1 : 
MGO-ICG-2 : 
MGO-ICG-5 : 
MUL-ICG-i : 



rGGCCGGCGTTCATCGAAA 
G^ATAGTCCTTAGGGCTGATGCGTT 
GCtGATGCGTTCGTCGAAATGTGTA 
CTGATGCGTTCGTCGAAATGTGT 
TGATGCGTTCGTCGAAATGTGT 

GGCTQATGCGTTCGTCGAAATGTGTAA 
ACTAGAfGAACGCGTAGTCCTTGT 
TGGACGAAVlACCGGGTGCACAA 
GTGTAATTT 1 



(SEQ ID NO 11) 
(SEQ ID NO 12) 
(SEQ ID NO 13) 
(SEQ ID NO 14) 
(SEQ ID NO 15) 
(SEQ ID NO 16) 
(SEQ ID NO 17) 
(SEQ ID NO 18) 



AACTCTTGTGTGTAAGTAAGTG 

(SEQ ID NO 19) 



TGGCCGGCGTGlyTCATCGAAA 

GCACTTCAATTGGTGAAGTGCGAGCC 

GCGTGGTCTTCATGGCCGG 

acgcgtggtccttcgYgg 
tcggctcgttctgac 

GATGCGTTTGCTACuGgVaG^IGT 
GATGCGTTGCCTACC _ 
ATGCGTTGCCCTACGGGTASCGT 
CGGGCTCTGTTCGAGAGTTC 
CCCTCAGGGATTTTCTGGGTG^rG 
GGACTCGTCCAAGAGTGTTGTCt 
TCGGGCTTGGCCAGAGCTGTT 
GGGTGCGCAACAGCAAGCGA 
GATGCGTTGCCCCTACGGG 
: CCCTACGGGTAGCGTGTTCTTTTG 
GGTGTGGACTTTGACTTCTGAATAG 
CGGCAAAACGTCGGACTGTCA 
GGTGTGGTCCTTGACTTATGGATAG 
AACACCCTCGGGTGCTGTCC 
GTATGCGTTGTCGTTCGCGGC 
CGTGAGGGGTCATCGTCTGTAG 
GGTTTCGGGATGTTGTCCCACC 



(SEQ ID NO 20) 
(SEQ ID NO 21) 
(SEQ ID NO 22) 
(SEQ ID NO 23) 
(SEQ ID NO 24) 
(SEQ ID NO 25) 
(SEQ ID NO 26) 
(SEQ ID NO 27) 
(SEQ ID NO 28) 
(SEQ ID NO 182) 
(SEQ ID NO 183) 
(SEQ ID NO 184) 
(SEQ ID NO 185) 
(SEQ ID NO 186) 
(SEQ ID NO 187) 
(SEQ ID NO 29) 
(SEQ ID NO 30) 
(SEQ ID NO 210) 
(SEQ ID NO 31) 
(SEQ ID NO 32) 
(SEQ ID NO 33) 
(SEQ ID NO 175) 
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(SEQ ID NO 176) 
(SEQ ID NO 177) 
(SEQ ID NO 211) 
(SEQ ID NO 178) 
(SEQ ID NO 179) 
(SEQ ID NO 180) 
(SEQ ID NO 181) 
(SEQ ID NO 188) 
(SEQ ID NO 189) 
(SEQ ID NO 190) 
(SEQ ID NO 191) 
(SEQ ID NO 34) 
(SEQ ID NO- 35) 
(SEQ ID NO 36) 



1% 

CGACTGAGGTCGACGTGGTGT 

sGGTGTTTGAGC\TTGAATAGTGGTTGC 
^CGGGCCGCGTCTTCGTCAAA 
" TCjGGCAGCAGGCAGTAACC 
CCGGCAACGGTTACGTGTTC 

tcgtVggatggcctcgcacct 

ACTTg\jCGTGGGATGCGGGAA 

cggatcgatrgagtgcttgtccc 
tctaaatc^acgcactgccgatgg 
tgagggagVccgtgcctgta 

CATGTTGGGuTTGATCGGGTGC 
TGGTGTGCTGCGTGATCCGAT 

TGAATGTTCGTGGAT.GAACA'ITGATT 
CACTGGTGATCAfrCAAGTCAAG 

CTCTTTCACTG((TGA^^TrCAAG T CAAG ^ * ^ ^ 

M^wyi ua i U.AAGTCAAG (SEO ID NO Ito 

STAU r mi ^^^^T^CTAGTTCC (SEQ ID NO 52) 

ICG : ^^ CCGACTG AAVAAAGAGTT ( SHQ ID NO 53 

stau-icg 2 : cagaagatgcggaataacctgaY: 

STAU-ICG 3 : AACGAAGCCGTATGTGAGCATTTOAC 
STAU-ICG 4 : GAACGTAACTTCATGTTAACGTTTGACTTAT 
ACI-ICG 1 : G(ZTTAAGTGCACAGTGCTCrAAACT®A 
ACI-ICG 2 : CACGGTAATTAGTGTGATCTGACGaJ 
and more preferably from the following spacer probes: 
MYCICG-1 : ACTGGATAGTGGTTGCGAGCATCTA 
MYC-ICG-22 : CTTCTGAATAGTGGTTGCGAGCATCT 
MTB-ICG-1 : GGGTGCATGACAACAAAGTTGGCCA 
MTB-ICG-2 : GACTTGTTCCAGGTGTTGTCCCAC 



MGV-ICG-1 
MGV-ICG-2 
MGV-ICG-3 
MXE-rCG-1 : 
MSI-ICG-1 : 
MFO-ICG-1 : 
MFO-ICG-2 : 
MML-ICG-1 : 
MML-ICG-2 : 
MCE-ICG-I : 
MHP-ICG-1 : 
PA-ICG 1 
PA-ICG 2 
PA-ICG 3 
PA-ICG 4 



PA-ICG 5 : 
MPN-ICG 1 
MPN-ICG 2 
MGE-ICG 1 



(SEQ ID NO 54) 
(SEQ ID NO 55) 
(SEQ ID NO 56) 
(SEQ ID NO 57) 
(SEQ ID NO 58) 



(SEQ ID NO 1) 
(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
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MTB-ICG-3 : 
MAI-ICG-I : 
MIL-ICG-11 : 
MIL-lCG-22 : 
MAC-ICG-l : 
MAV-ICG-1 : 
MAV-ICG-22 

MIN-ICG-1 : 
MAL-ICG-1 : 
MCO-ICG-li 
MTH-ICG-ll : 
MTH-ICG-2 : 
MEF-ICG-U : 
MSC-ICG-1 : 
MKA-ICG-3 : 
MKA-ICG-4 : 
MKA-ICG-5 : 
MKA-ICG-6 : 
MKA-ICG-7 : 
MKA-ICG-8 : 
MKA-ICG-9 : 
MKA-ICG-10 
MCH-ICG-1 : 
MCH-ICG-2 : 
MCH-ICG-3 : 
MGO-ICG-5 : 
MUL-ICG-l : 
MGV-ICG-l : 
MGV-ICG-2 
MGV-ICG-3 
MXE-ICG-l 
MSI-ICG-l : 



COGCTAGCGGTGGCGTGTTCT 

caAcagcaaatgattgccagacacac 

GAGGGGTTCCCGTCTGTAGTG 
TG AGGGGTTCTC GTCTGT AGTG 
CACTCGGTCGATCCGTGTGGA 
TCGGTCCGTCCGTGTGGAGTC 
GTGGCCGGCGTTCATCGAAA 
GCATAGTCCTTAGGGCTGATGCGTr 
ACTAGATGAACGCGTAGTCCTTGT 

tggccggcgtgVtcatcgaaa 

GCACTTCAATTGGjTGAAGTGCGAGCC 

gcgtggtcttcatugccgg 
acgcgtggtccttcc 
tcggctcgttctgac 
atgcgttgccctacgoqtaqtgt 

cgggctctgttcgag| 

CCCTCAGGGATmCTOG J Krf\TG 

ggactcgtccaagagtgttgVcc 
tcgggcttggccagagctgtt 
gggtgcgcaacagcaagcga 
gatgcgttgcccctacggg 
ccctacgggtagcgtgttcttttg 
ggtgtgg actttg acttctg aatag ^ 
cggcaaaacgtcggactgtca 
ggtgtggtccttgacttatggatag 

CGTGAGGGGTCATCGTCTGTAG 
GGTTTCGGGATGTTGTCCCACC 
CGACTGAGGTCGACGTGGTGT 
GGTGTTTGAGCATTGAATAGTGGTTGC 

TCGGGCCGCGTGTTCGTCAAA 
GTTGGGCAGCAGGCAGTAACC 
CCGGCAACGGTTACGTGTTC 



(SEQ ID NO 5) 
(SEQ ID NO 6) 
(SEQ ID NO 7) 
(SEQ ID NO 8) 
(SEQ ID NO 9) 
(SEQ ID NO 10) 
(SEQ ID NO 11) 
(SEQ ID NO 12) 
(SEQ ID NO 17) 
(SEQ ID NO 20) 
(SEQ ID NO 21) 
(SEQ ID NO 22) 
(SEQ ID NO 23) 
(SEQ ID NO 24) 
(SEQ ID NO 27) 
(SEQ ID NO 28) 
(SEQ ID NO 182) 
(SEQ ID NO 183) 
(SEQ ID NO 184.) 
(SEQ ID NO 185) 
(SEQ ID NO 186) 
(SEQ ID NO 187) 
(SEQ ID NO 29) 
(SEQ ID NO 30) 
(SEQ ID NO 210) 
(SEQ ID NO 33) 
(SEQ ID NO 175) 
(SEQ ID NO 176) 
(SEQ ID NO 177) 
(SEQ ID NO 211) 
(SEQ ID NO 178) 
USEQ ID NO 179) 



PCI7EP9S/02452 



WO 96/00298 



\ .^rrrirrr (SEQ ID NO 180) 

MFOICG-l- TCCHTGGATGGCCTCGCACCT 

MFO-ICU i. iv. » ^ (Trrrrrii (SEQ ID NO 181) 

MFO-.CG-2: ^C^ATOCOGG^ (SEQ ID NO 188) 

MML-ICG-l: CGGaWtTGAGTGCTTGTCCC " 

,r<- 2 • TCTaAtGAACGCACTGCCGATGG (SEQ ID NU la 

MCE-ICG-l: TGAGGg\gCCCGTGCCTGTA J* 

MHP-KG-l : CATGTTgWgATCGGGTGC (SEQ ID NO 

PA-ICG.: TGGTGTgIcGTGATCCGAT 

LcG 4 : TGAATGTTCG^G/A)(G/A)ATGAACATTGATTTCTGCTC ^ ^ ^ 

,,r- CTCTTTC ACTGGTGATCATTC AAGTC AAG (SEQ ID NO 38) 

PA-ICG 3 CTCTTT CTGT (SE Q ID NO 49) 

MPN-ICG 1 = ^^^Y^^^c (SEQ ID NO 50) 

MGE-ICG 1 • ^^^r^^cTTTaAGTTCC (SEQ ID NO 52, 
STAU-ICG 1 : TACCAAGCAAAAC ffi NQ M) 

STAU-ICG 2 : ^^^^T^f,., (SEQ ID NO 55) 
STAU-ICG 3 : AACGAAGCCCTATC ; T6^G^TrTGAC^ Q 

STAU-ICG 4 : GAACGTAAmCATOTAA^GACTTAT (SEQ 

AC-ICG . : GCTTAAGTGCACAGTGCTCtXaA 1 - <*jA (? Q ID NO 58) 

ACI-ICG2: CACGGTAATTAGTGTGATCTGACGAAG 

or eauivalents of said probes. \ j.™«d from the 

^ re g ion seance correspond » one of <ne -^T^ti-- 

^ said spacer r, g ion seance beins cbosen fro. anW * J 

by SEQ ID NO 76 * 106, 157 . 174. 124, IS. Ill - uVl39 * « or , 

1 1 sal. pro.es or e,~ beins - "V"^^ 

^ at ieast one of the fouowtag organise Ha^A • 

, M e*od accord* to *» .. — - 
oerebrosptaa. fluid, and wnerein the set of probes as described ■» step>) 
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MYC-ICG-22 
MTB-ICG-1 : 
MTB-ICG-2 : 
MTB-ICG-3 : 
US-ICG I : 
LMO-ICG 1 



one probe chosen from the following spacer probes: 
MYC-ICG-1 : AO^GGATAGTGGTTGCGAGCATCTA 

jGTTGCGAGCATCT 

gggVgcatgacaacaaagttggcca 

GACtVgTTCCAGGTGTTGTCCCAC 
CGGCtAGCGGTGGCGTGTTCT 
CAAGT.WcGAGAATCATCTGAAAGTGAATC 



(SEQ ID NO 1) 
(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
(SEQ ID NO 5) 



(SEQ ID NO 39) 

i r^wwww* 

AAACAAGCTTTACTTCGTAGAAGTAAATTGGTTAAG 

* (SEQ ID NO 40) 

TGAGAGGT^AGTACTrCTCAGTATGTTTGTTC 

iCTTGAAGCATCGC 
CGTTTTCATAAGCGATCGCACGTT 

and preferably from the following sWer probes: 
MYC-ICG-1 : ACTGGATAOTGGrrGCGAGCATCTA 
MYC-ICG-22 : CTTCTGAATAGTgWtGCGAGCATCT 
MTB-ICG-i : GGGTGCATGACAAOA^AOTGGCCA 
MTB-ICG-2 : GAOTGTrCCAGGTxSTG^TCCCAC 
CGGCTAGCGGTG 



LMO-ICG 2 
LMO-ICG 3 
LISP-ICG 1 



MTB-ICG-3 



(SEQ ID NO 41) 
(SEQ ID NO 42) 
(SEQ ID NO 212) 

(SEQ ID NO 1) 
(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
(SEQ ID NO 5) 



(SEQ ID NO 39) 
(SEQ ID NO 42) 
(SEQ ID NO 212) 



IIS-ICG 1 : CAAGTAACCGAGAATCAT^T^AAAGTGAATC 
LMO-ICG 3 : AGGCACTATGCTTGAAGCAl 
LISP-ICG 1: CGTTTTCATAAGCGATCGCAC 
or equivalents of said probes, 

^or wherein A. set of probes compmes at b» one Wspecific probe derived com *e 
spacer region seance corresponding to one of *e micrWgardsutt to be detected . s*d 
sample, said spacer region seance bemg caosen from anW the seances as represent 
bv SEQ ID NO 116, 118-121. or 213-215. \ 

3,, with said probes or ecuivalents betng possibiy used taUtta*. with an, P r* 
detecting at ieast one of the following organisms: N^m^MgiMl. UxM^ 

influenzae or Streptococcus pneumoniae.. 
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4. Memo\ according to claim I, wherein said sample is originating from the uro- 
genital tract, and\herein the set of probes as described in step (Hi) comprises at least one 
probe chosen from the following spacer probes: 

CHTR-ICG I : GGAaGAAGCCTGAGAAGGTTTCTGAC (SEQ ID NO 45) 

CHTR-ICG 2 : GCAt^ATATGTAAGAGCAAGCATTCTATTTCA (SEQ ID NO 46) 
CHTR-ICG 3 : GAGt\gCGTGGTGAGGACGAGA (SEQ ID NO 47) 

CHTR-ICG 4 : GAGTa\cGCGGTGAGGACGAGA (SEQ ID NO 201) 

CHPS-ICG I • GGATAA\^GTCTTAGGACGGTTTGAC (SEQ ID NO 48) 

MGE-ICG I : CACCCATVaATTTTTTCGGTGTTAAAACCC (SEQ ID NO 51) 

Mycoplasma-ICG : CAA.^VgAAAACGACAATCTTTCTAGTTCC (SEQ ID NO 52) 
or equivalents of said probes, 

and/or wherein the set of probes comprise, at least one two-specific probe derived from the 
spacer region sequence correspond^ to one of the micro-orgatusms to be detected in sa:d 
sample, said spacer region sequencing chosen from any of the sequences as represented 
by SEQ ID NO 122, 123, 197, 124 " 

with said probes or equivalents beiaf poWr used in combination with any probe detecting 
at least one of the following org^ms^icria gPjMlJlseae. fee* or 

Streptococcus agalactiae. 

5 Method according to claim 1, wheA said sample s originating from food, and 
wherein the set of probes as defined in step 00 W» at least one P r ° be ^ *** 
the following spacer probes: 

LIS-ICG 1 : CAACn-AAC.CGAG^TCATCTG\AAGTGAATC (SEQ ID NO 39) 
LMO-ICG I • AAACAACCTTTACTTCGTAGAAGTAAATTGGTTAAG 

(SEQ ID NO 40) 

LMO-ICG 2: TGAGAGGTTAGTACTTCTCAGTATGTTTGTTC (SEQ ID NO 41) 
LMO-ICG 3: AGGCACTATGCTTGAAGCATCGC \ (SEQ ID NO 42) 

LIV ICG 1 • GTTAGCATAAATAGGTAACTATTTATGACACAAGTAAC 

\ (SEQ ID NO 43) 

LSE-ICG I :AGTrAGCATAAGTAGTGTAACTATTTATGAGACAAG (SEQ ID NO 44) 
LISP-ICG I: CGTTTTCATAAGCGATCGCACGTT \ (SEQ ID NO 212) 
STAU-ICG I : TACCAAGCAAAACCGAGTGAATAAAGAGT\ (SEQ ID NO 5.) 
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STAU-ICG 2 : 
STAU-ICG 3 : 
STAU-ICG 4 : 
BRU-ICG I : 
BRU-ICG 2 : 
BRU-ICG 3 : 
BRU-ICG 4 : 
SALM-ICG I : 
SALM-ICG 2 : 
STY-ICG I : 
SED-ICG I : 
YEC-ICG 1 : 
YEC-ICG 2 : 
YEC-ICG 3 : 
and preferably 
LIS-ICG 1 : 
LMO-ICG 3 : 
LISP-ICG I: 
STAU-ICG 1 : 
STAU-ICG 2 : 
STAU-ICG 3 : 
STAU-ICG 4 : 
BRU-ICG 2 : 
BRU-ICG 3 : 
BRU-ICG 4 : 
SALM-ICG 1 
YEC-ICG i : 
YEC-ICG 2 : 
YEC-ICG 3 : 



.GAAGATGCGGAATAACGTGAC 
AA^CGAAGCCGTATGTGAGCATTTGAC 
GAA^GTAACITCATGTTAACGTTTGACTTAT 
COTG^CGCCTTCGTTTCTCTTT 
TTCGcVrCGGGGTGGATCTGTG 

gcgtagVagcgtttgcgtcgg 
cgcaagaVgcttgctcaagcc 
caaaactgVcttacgagtcacgtttgag 
gatgtatgcttcgttattccacgcc 
ggtcaaacct(k:agggacgcc 
gcggtaatgtg\gaaagcgttgcc 
ggaaaaggtactcjcacgtgactg 
gacagctgaaactWtccctccg 
gctacctgttgatgtaatgagtcac 

from the following spacer probes: 

caagtaaccgagaatcVtctgaaagtgaatc 
aggcactatgcttgaasgatj|gc 
cgttttcataagcgatcggvagtt 

: TACCAAGCAAAACCGAGTGAATAAAGAGTT 

: cagaagatgcggaataacgtg\\c 
: aacgaagccgtatgtgagcat^tgac 
: gaacgtaacttcatgttaacgtttgacttat 
ttcgcttcggggtggatctgtg \ 
gcgtagtagcgtttgcgtcgg \ 
cgcaagaagcttgctcaagcc \ 
caaaactgacttacgagtcacgtttgag 

ggaaaaggtactgcacgtgactg 
gacagctgaaacttatccctccg 
gctacctgttgatgtaatgagtcac 



(SEQ ID NO 54) 
(SEQ ID NO 55) 
(SEQ ID NO 56) 
(SEQ ID NO 59) 
(SEQ ID NO 60) 
(SEQ ID NO 193) 
(SEQ ID NO 194) 
(SEQ ID NO 61) 
(SEQ ID NO 62) 
(SEQ ID NO 63) 
(SEQ ID NO 64) 
(SEQ ID NO 198) 
(SEQ ID NO 199) 
(SEQ ID NO 200) 

(SEQ ID NO 39) 
(SEQ ID NO 42) 
(SEQ ID NO 212) 
(SEQ ID NO 53) 
(SEQ ID NO 54) 
(SEQ ID NO 55) 
(SEQ ID NO 56) 
(SEQ ID NO 60) 
(SEQ ID NO 193) 
(SEQ ID NO 194) 
(SEQ ID NO 61) 
(SEQ ID NO 198) 
(SEQ ID NO 199) 
(SEQ ID NO 200) 



or equivalents of said probes, 
and/or wherein *. ser of probes comprises a. to or, ^on-specmcorobe derived rrom ft. 
spacer region seo.uer.ce corresponding to one of micro^msV be dereeced » u* 



wo 96/oo: 



PCT/EP95/02452 



sample, said spaceXregton sequence being chosen from any of me sequences as represented 
by SEQ ID NO llo\ll8-l21, 213-215, 139-144, 131, 132, 154, 133-138, 195 or 196, 
with said probes or equivalents being possibly used in combination with any probe detecting 
strains of Campylobacter species. 

6. Method according to claim I, wherein said sample is o rigi natin g from the gastro- 
intestinal tract of a patient, ind wherein the set of probes as defined in step (Hi) comprises 
at least one probe chosen from, the fallowing spacer probes: 
SALM-ICG 1 : CAAAACTGACITACGAGTCACGTTTGAG 
SALM-ICG 2 : GATGTATGCTffCGTTATTCCACGCC 

sty-icg 1 : ggtcaaacctocagggacgcc 

gcggtaatgtgtgaaagcgttgcc 
ggaaaaggtactscacgtgactg 
gacagctgaaactWccctccg 
gctacctctttgat/AaatOagtcac 

and preferably from the following spacer p 
SALM-ICG 1 : CAAAACTGACma^GTtACGTTTGAG 



SED-ICG 1 
YEC-ICG 1 
YEC-ICG 2 
YEC-ICG 3 



(SEQ ID NO 61) 
(SEQ ID NO 62) 
(SEQ ID NO 63) 
(SEQ ID NO 64) 
(SEQ ID NO 198) 
(SEQ ID NO 199) 
(SEQ ID NO 200) 



YEC-ICG 1 
YEC-ICG 2 
•YEC-ICG 3 



GGAAAAGGTACTGCACC 



UTTG 



(SEQ ID NO 61) 
(SEQ ID NO 198) 
(SEQ ID NO 199) 
(SEQ ID NO 200) 



GACAGCTGAAACTTATCCGTCCG 
GCTACCTGTTGATGTAATGA\GTCAC 

or equivalents of said probes, 
and/or wherein the set of probes comprises at least on\ taxon-specific probe derived from the 
spacer region sequence corresponding to one of the Acro-organisms to be detected in said 
sample, said spacer region sequence being chosen frora\any of the sequences as represented 
by SEQ ID NO 133-138 or 195-196, 

with said probes or equivalents being possibly used in combination with any probe detecting 
Ca mpylobacter species. 

7. Method according to claim I to detect and identW one or more strains of 
Mycobacterium species and subspecies in a sample, wherein step \ui) comprises hybridizing 
to at least one of the following probes: 

MYC-ICG-1: ACTGGATAGTGGTTGCGAGCATCTA \ (SEQ ID NO 1) 
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MYC-ICG-22\: 
MTB-ICG-l : 
MTB-ICG-2 : 
MTB-ICG-3 : 
MAI-ICG- 1 : 
MIL-ICG-11 : 
MIL-ICG-22 : 
MAC-ICG-1 : 
MAV-ICG-l : 
MAV-ICG-22 : 
MIN-ICG-l : 
MIN-ICG-2 : 
MIN-ICG-22 : 
MIN-ICG-222 : 
MIN-ICG-2222 
MAL-ICG-1 : 
MHEF-ICG-1 : 
MAH-ICG-1 : 



cttctgaatagtggttgcgagcatct 
igtgcatgacaacaaagttggcca 
.cttgttccaggtgttgtcccac 
cgVjctagcggtggcgtgttct 

iagcaaatgattgccagacacac 
igttcccgtctgtagtg 
igttctcgtctgtagtg 
cactcggtcgatccgtgtgga 
tcggtccgtccgtgtggagtc 
;gttcatcgaaa 

gcatagtc 1 

gctgatgcgt^cgtcgaaatgtgta 

CTGATGCGTTCGTCGAAATGTGT 
TGATGCGTTCGTCGAAATGTGT 

GTCGAAATGTGTAA 
ACTAGATGAACGCGWrCCTTGT 
TGGACGAAAACCGGGTGCtACAA 
GTGTAATTTCTTTT 



(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
(SEQ ID NO 5) 
(SEQ ID NO 6) 
(SEQ ID NO 7) 
(SEQ ID NO 8) 
(SEQ ID NO 9) 
(SEQ ID NO 10) 
(SEQ CD NO 11) 
(SEQ ID NO 12) 
(SEQ ID NO 13) 
(SEQ ID NO U) 
(SEQ ID NO 15) 
(SEQ ID NO 16) 
(SEQ ID NO 17) 
(SEQ ID NO 18) 



'CTTGTGTGTAAGTAAGTG 

(SEQ ID NO 19) 



MCO-ICG-il : 
MTH-ICG-il : 
MTH-ICG-2 : 
MEF-ICG-11 : 
MSC-ICG-1 : 
MKA-ICG-1 : 
MKA-ICG-2 : 
MKA-ICG-3 : 
MKA-ICG^ : 
MKA-ICG-5 : 
MKA-ICG-6 : 
MKA-ICG-7 : 
MKA-ICG-8 : 



IGAGCC 



TGGCCGGCGTGTTCATCG. 
GCACTTCAATTGGTGAAGT 1 
GCGTGGTCTTCATGGCCGG 
ACGCGTGGTCCTTCGTGG 
TCGGCTCGTTCTGAGTGGTGTC 
GATGCGTTTGCTACGGGTAGCGT 
GATGCGTTGCCTACGGGTAGCGT 
ATGCGTTGCCCTACGGGTAGCGT 
CGGGCTCTGTTCGAGAGTTGTC 
CCCTCAGGGATTTTCTGGGTGTrG 
GGACTCGTCCAAGAGTGTTGTCC 
TCGGGCTTGGCCAGAGCTGTT 
GGGTGCGCAACAGCAAGCGA 



(SEQ ID NO 20) 
(SEQ ID NO 21) 
(SEQ ID NO 22) 
(SEQ ID NO 23) 
(SEQ ID NO 24) 
(SEQ ID NO 25) 
(SEQ ID NO 26) 
(SEQ ED NO 27) 
(SEQ ID NO 28) 
(SEQ ID NO 182) 
(SEQ ID NO 183) 
(SEQ ID NO 184) 
(SEQ ID NO 185) 
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MKA-ICG-9: GATGCGTTGCCCCTACGGG 
MKA-ICG-10: CCOTACGGGTAGCGTGTTCTnTG 
MOHCG-l: GGTGTGGACTTTGACTTCTGAATAG 
CGGCAAAACGTCGGACTGTCA 
AACACCCTCGGGTGCTGTCC 

gtatgcWgtcgttcgcggc 

CGTGAGgNjGTCATCGTCTGTAG 

ggtttcggVatgttgtcccacc 
cgactgaggVcgacgtggtgt 
ggtgtttgag^attgaatagtggttgc 

gttgggcagcacgcagt.\acc 
ccggcaacggttVcgtgttc 
tcgttggatggcctcgcacct 

ACTTGGCGTGGGATiSCGGGAA 
: CGGATCGATrGAGTGteGTCCC 
: TCT AAATG AACGC AOi^CQj ATGG 
■ TGAGGGAGCCCGTG^CT 
MHHUm": CATGTTGGGCTTGATCGGG%5C 
^ m0 re prefer to . W oae probe of *. fkwing -tnc.d 
MYC-ICG-1 : ACTGGATAGTGGTTGCGAGCA^CTA 
MYC-ICG-22 = CTrCTGAATAGTGGTTGCGAGO^a 
KTM00.1: GGGTGCATGACAACAAAGTTGG^CA 
GACTTGTTCCAGGTGTTGTCCCAO 

CGGCTAGCGGTGGCGTGTTCT > 
CAACAGCAAATGATTGCCAGACACA' 

gaggggttcccgtctgtagtg 
tgaggggttctcgtctgtagtg 
cactcggtcgatccgtgtgga 
tcggtccgtccgtgtggagtc 

: GTGGCCGGCGTTCATCGAAA 
GCATAGTCCTTAGGGCTGATGCGTT 

actagatgaacgcgtagtccttgt 



MCH-lCG-2 : 
MGO-ICG-1 : 
MGO-ICG-2 : 
MGO-ICG-5 : 
MUL-ICG-1 : 
MGV-ICG-1 : 
MGV-ICG-2 : 
MXE-ICG-1 : 
MSI-ICG-1 : 
MFO-ICG-1 : 
MFO-ICG-2 
MML-ICG-1 
MML-ICG-2 
MCE-ICG-1 
MHP-ICG-1 



MTB-ICG-2 : 
MTB-ICG-3 : 
MAI-ICG-1 : 
MIL-ICG-U : 
MIL-ICG-22 : 
MAC-ICG-1 : 
MAV-ICG-1 : 
MAV-ICG-22 

MIN-ICG-1 : 
MAL-ICG-l : 



(SEQ ID NO 186) 
(SEQ ID NO 187) 
(SEQ ID NO 29) 
(SEQ ID NO 30) 
(SEQ ID NO 31) 
(SEQ ID NO 32) 
(SEQ ID NO 33) 
(SEQ ID NO 175) 
(SEQ ID NO 176) 
(SEQ ID NO 177) 
(SEQ ID NO 178) 
(SEQ ID NO 179) 
(SEQ ID NO 180) 
(SEQ ID NO 181) 
(SEQ ID NO 188) 
(SEQ ID NO 189) 
(SEQ ID NO 190) 
(SEQ ID NO 191) 
group of spacer probes: 
(SEQ ID NO I) 
(SEQ ID NO 2) 
(SEQ ID NO 3) 
(SEQ ID NO 4) 
(SEQ ID NO 5) 
(SEQ ID NO 6) 
(SEQ ID NO 7) 
(SEQ ID NO 8) 
(SEQ ID NO 9) 
(SEQ ID NO 10) 
(SEQ ID NO ID 
(SEQ ID NO 12) 
(SEQ ID NO 17) 
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MCO-ICG-ll\ TGGCCGGCGTGTTCATCGAAA 
MTH-ICG-11 AijCACTTCAATTGGTGAAGTGCGAGCC 



:gtggtcttcatggccgg 
a\gcgtggtccttcgtgg 
tcggctcgttctgagtggtgtc 
atgogttgccctacgggtagcgt 

CGGGurCTGTTCGAGAGTTGTC 
CCCTCAfeGGATnTCTGGGTGTTG 
GGACTCOTCCAAGAGTGTTGTCC 
TCGGGCTTGGCCAGAGCTGTT 
GGGTGCGCAaCAGCAAGCGA 
GATGCGTTGCuCCTACGGG 
CCCT AC GGGTAGCGTGTTCTTTTG 
GGTGTGGACnTGVcrTCTGAATAG 
CGGCAAAACGTCGGACTGTCA 
GGTGTGGTCCTTGAcVtaTGGATAG 

cgtgaggggtcatcg^yGTag 

GGTTTCGGGATGTTpTCGflkcC 

CGACTGAGGTCGAC 
GGTGTTTGAGCATTGAATAOTGGTTGC 

; TCGGGCCGCGTGTTCGTCAAAX 

GTTGGGCAGCAGGCAGTAACC 

CCGGCAACGGTTACGTGTTC 

: TCGTTGGATGGCCTCGCACCT 

: ACTTGGCGTGGGATGCGGGAA 

: CGGATCGATTGAGTGCTTGTCCC 

: TCTAAATGAACGCACTGCCGATGG 

: TGAGGGAGCCCGTGCCTGTA 

: CATGTTGGGCTTGATCGGGTGC 

or to equivalents of said probes, 

and/or to any probe derived from SEQ ID NO 76-110. or 
hybridizes specifically to a Mycobacterium species. 



MTH-ICG-2 
MEF-ICG-11 : 
MSC-ICG-1 : 
MKA-ICG-3 : 
MKA-ICG-4 : 
MKA-ICG-5 : 
MKA-ICG-6 : 
MKA-ICG-7 : 
MKA-ICG-8 : 
MKA-ICG-9 : 
MKA-ICG-10 : 
MCH-ICG-1 : 
MCH-ICG-2 : 
MCH-ICG-3 : 
MGO-ICG-5 : 
MUL-ICG-1 : 
MGV-ICG-1 : 
MGV-ICG-2 : 
MGV-ICG-3 : 
MXE-ICG-1 : 
MSI-ICG-1 : 
MFO-ICG-1 
MFO-ICG-2 
MML-ICG-1 
MML-ICG-2 
MCE-ICG-1 
MHP-ICG-l 



(SEQ ID NO 20) 
(SEQ ID NO 21) 
(SEQ ID NO 22) 
(SEQ ID NO 23) 
(SEQ ID NO 24) 
(SEQ ID NO 27) 
(SEQ ID NO 28) 
(SEQ ID NO 182) 
(SEQ ED NO 183) 
(SEQ ID NO 184) 
(SEQ ID NO 185) 
(SEQ ID NO 186:) 
(SEQ ID NO 187) 
(SEQ JD NO 29) 
(SEQ ID NO 30) 
(SEQ ID NO 210) 
(SEQ ID NO 33) 
(SEQ ID NO 175) 
(SEQ ID NO 176) 
(SEQ ID NO 177) 
(SEQ ID NO 211) 
(SEQ ID NO 178) 
(SEQ ID NO 179) 
(SEQ ID NO 180) 
(SEQ ID NO 181) 
(SEQ ID NO 188) 
(SEQ ID NO 189) 
(SEQ ID NO 190) 
(SEQ ID NO 191) 

157-174 provided said probe 
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8. Methoq according to claim 7, to detect and identify one or more Mycobacterium 
tu berculosis complex strains in a sample, wherein step (iii) comprises hybridizing to at least 
one of the following probes: 



MTB-ICG-l 
MTB-ICG-2 
MTB-ICG-3 



ggVtgcatgacaacaaagttggcca (SEQ ID NO 3) 

GAcVrGTTCCAGGTGTTGTCCCAC (SEQ ID NO 4) 

CGGCHAGCGGTGGCGTGTTCT (SEQ ID NO 5) 

or to equivalents of said pirabes, 

and/or to any probe derrvedSrom SEQ ID NO 76 provided said probe hybridizes specifically 
to the M- tiiherculosis comple 

9. Method according to claim 7 to. detect and identify one or more Mycobacterium 
strains from the MAIS-complex, wnerein step (iii) comprises hybridizing to at least one of 
the following probes: v 
MAI-ICG-I : CAACAGCAAATGATOCCAGACACAC 
GAGGGGTTCCCaTCTpAGTG 
TGAGGGGTrCTCOTCrVrAGTG 

cactcggtcgatccgtgtgga 
tcggtccgtccgtgtggaVtc 
mav-icg-22 : gtggccggcgttcatcg 

MIN-ICG-1 : GCATAGTCCTTAGGGCTGATGCGTT 
MIN-ICG-2 : GCTGATGCGTTCGTCGAAATGTGTA 
MIN-ICG-22 : CTGATGCGTTCGTCGAAATGTGT 



MIL-ICG-ll 
MIL-ICG-22 
MAC-ICG- 1 
MAV-ICG-l 



'AA 



MIN-ICG-222 : TGATGCGTTCGTCGAAATGTGT 
MIN-ICG-2222 : GGCTGATGCGTTCGTCGAAATGT 
MAL-ICG-1 : ACTAGATGAACGCGTAGTCCTTGT 
MHEF-ICG-1 : TGGACGAAAACCGGGTGCACAA 
MAH-ICG-l : GTGTAATl'lU 1 1 11 1 AACTCTTGTGTGT 

MCO-ICG-11 : TGGCCGGCGTGTTCATCGAAA 
MTH-ICG-ll : GCACTTCAATTGGTGAAGTGCGAGCC 
MTH-ICG-2 : GCGTGGTCTTCATGGCCGG 



(SEQ ID NO 6) 
(SEQ ID NO 7) 
(SEQ ID NO 8) 
(SEQ ID NO 9) 
(SEQ ID NO 10) 
(SEQ ID NO li) 
(SEQ ID NO 12) 
(SEQ ID NO 13) 
(SEQ ID NO 14) 
(SEQ ID NO 15) 
(SEQ ID NO 16) 
(SEQ ID NO 17) 
(SEQ ID NO 18) 
GTAAGTG 

(SEQ ID NO 19) 
(SEQ ID NO 20) 
(SEQ ID NO 21) 
(SEQ ID NO 22) 
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MEF-ICG^l: ACGCGTGGTCCTTCGTGG (SEQ ID NO 23) 

MSC-ICG-l\: TCGGCTCGTTCTGAGTGGTGTC (SEQ ID NO 24) 

or to equivalents of said probes, 

and/or to any frobe derived from SEQ ID NO 77-100 or 108-110, provided said probe 
hybridizes specifuaUy to strains from the MAIS complex. 

10. Method according to claim 9 to detect and identify one or more Sldum and 
M pamniherculosis strains in a sample, wherein step (iii) comprises hybridizing to at least 
one of the following probes: 

MAV-ICG-1 : TCGGTCWCCGTGTGGAGTC (SEQ ID NO 10) 

MAV-ICG-22 : GTGGCCOSCGTTCATCGAAA (SEQ ID NO 11) 

or to equivalents of said probes\ 

and/or to any probe derived froni SEQ ID NO 77 and 78 provided said probe hybridizes 
specifically to M- avium or M- paWihereulosis. 

11. Method according to claim^ to detect and identify one or more MycobacterffiTn 
mtncellulare strains and MIC-strains inVs^ple, wherein step (iii) comprises hybridizing 
to at least one of the following probesjj: y \ 

MAI-ICG-1 : CAACAGCAAATgWgV\gaCACAC (SEQ ID NO 6) 

MIL-ICn-l l t GAGGGGTTCCCGTCTGTACTG (SEQ uj NO 7) 

MIL-ICG-22: TGAGGGGTTCTCGTCTGTAGTG (SEQ ID NO 8) 

MAC-ICG-1: CACTCGGTCGATCCGTGTGgX (SEQ ID NO 9) 

MIN-ICG-1: GCATAGTCCTTAGGGCTGATGCGTT (SEQ ID NO 12) 

MIN-ICG-2 : GCTGATGCGTTCGTCGAAATGTgV\ (SEQ ID NO 13) 

MIN-ICG-22 : CTGATGCGTTCGTCGAAATGTGT \ (SEQ ID NO 14) 

MIN-ICG-222 : TGATGCGTTCGTCGAAATGTGT \ (SEQ ID NO 15) 

MIN-ICG-2222 : GGCTGATGCGTTCGTCGAAATGTGt\a (SEQ ID NO 16) 

MAL-ICG-1: ACTAGATGAACGCGTAGTCCTTGT \ (SEQ ID NO 17) 

MHEF-ICG-1 : TGGACGAAAACCGGGTGCACAA \ (SEQ ID NO 18) 

MAH-ICG-1 : GTGTA A ' ITIU 1111 1 AACTCTTGTGTGTAAGTAAGTG 

\ (SEQ ID NO 19) 

MCO-ICG-ll : TGGCCGGCGTGTTCATCGAAA (SEQ ID NO 20) 
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(SEQ ID NO 21) 
(SEQ ID NO 22) 
(SEQ ID NO 23), 



MTH-ICG- 1 i \ GCACTTCAATTGGTGAAGTGCGAGCC 
MTH-ICG-2 : \ GCGTGGTCTTCATGGCCGG 
MEF-ICG-11 : VcGCGTGGTCCTTCGTGG 
or to equivalents of. said probes, 

and/or to any probeVrived from SEQ ID NO 79, 80. 81, 82, 83 , 84, 85, 86, 87, 88, 89, 
90 91, 92, 93 , 94, 95V 96\ 97. 98 or 99 provuta* said probe hybridizes specifically to M- 
jptracellulare strains and\MIC -strains. 

12. Metiiod according to claim 9 to detect and identify one or more M v CQb acIer ium 
jntracgllulare strains in a sample, wherein step (Hi) comprises hybrdizing to the following 
probe: 

MIN-ICG-1 : GCATAGTCCTT^GGGCTGATGCGTT (SEQ ID NO 12). 

or to equivalents of said probe, 

and/or to any probe derived from SE^ ID NO 89 provided said probe hybridizes specifically 
toM- intracellulars 



: and identify one or more Mycobacterium 
\xA (iii) comprises hybrdizing to the following 



(SEQ ID NO 24), 



13. Method according to claim 9 
scrofulacenm strains in a sample, whe 
probe: 

MSC-ICG-1 : TCGGCTCGTTCTGAGTGCj^GTC 
or to equivalents of said probe, 

and/or to any probe derived from SEQ ID ^ 100 provided said probe hybridizes 
specifically to M- ircrofalaceum. 

14. Method according to claim 7 to detect and Wentify one or more Mycobacterium 
kansasii strains in a sample, wherein step (lii) compris^ hybridizing to at least one of the 
following probes: 

MKA-ICG-l: GATGCGTTTGCTACGGGTAGCGT \ (SEQ ID NO 25) 

MKA-ICG-2: GATGCGTTGCCTACGGGTAGCGT \ (SEQ ID NO 26) 

MKA-ICG-3: ATGCGTTGCCCTACGGGTAGCGT \ (SEQ ID NO 27) 

MKA-ICG-4: CGGGCTCTGTTCGAGAGTTGTC \ (SEQ ID NO 28) 

MKA-ICG-5: CCCTCAGGGATTTTCTGGGTGTTG \ (SEQ ID NO 182) 
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MKA-ICG-6 : 
MKA-ICG-7 : 
MKA-ICG-8 : 
MKA-ICG-9 : 
MKA-ICG-10 
and more preferably 
MKA-ICG-3 : ATG 
MKA-ICG-4 
MKA-ICG-5 
MKA-ICG-6 
MKA-ICG-7 
MKA-ICG-8 
MKA-ICG-9 



GGACTCGTCCAAGAGTGT7GTCC 
\rCGGGCTTGGCCAGAGCTGTT 
'GCGCAACAGCAAGCGA 

gVtgcgttgcccctacggg 
ccVr ACGGGTAGCGTCj ' L ' lLl 1 1 lG 



'gccctacgggtagcgt 
cggggtctgttcgagagttgtc 

CCCTCAGGGATTTTCTGGGTGTTG 
GGACTCOTCCAAGAGTGTTGTCC 
TCGGGCTTCGCCAGAGCTGTT 
GGGTGCGCAACAGCAAGCGA 
GATGCGTTGGCCCTACGGG 
MKA-ICG-10 : CCCrACGGGTAGCGTGTTCTTTTG 
or to equivalents of said probes, 
and/or to any probe derived from SE^ IDNO 101, 167, 
hybridi2es specifically to M- l&QSSii. 



(SEQ ID NO 183) 
(SEQ ID NO 184.) 
(SEQ ID NO 185) 
(SEQ ID NO 186) 
(SEQ ED NO 187) 

(SEQ ID NO 27) 
(SEQ ID NO 28), 
(SEQ ID NO 182) 
(SEQ ID NO 183) 
(SEQ ID NO 184) 
(SEQ ID NO 185) 
(SEQ ID NO 186) 
(SEQ ID NO 187) 

168, or 169 provided said probe 



15. Method according to claimVZ^Metsct and identify one or more Mvrnhactgriurn 
che l onae srains iu a sample, wherein step Comprises hybridizing to at least one of the 
following probes: 

MCH-ICG-l : GCTGTGGACmGAOTCTbAATAG (SEQ ID NO 29) 

MCH-ICG-2 : CGGCAAAACGTCGGACTGTCA (SEQ ID NO 30) 

MCH-ICG-3 : GGTGTGGTCCTTGACTTATGG^TAG (SEQ ID NO 210) 

or to equivalents of said probes, 

and/or to any probe derived from SEQ ID NO 102^103 or 174 provided said probe 
hybridizes specifically to M. chelonae. 

16. Method according to claim 7 to detect and identify one or more Mv^bacteriuni 
?ordona e strains in a sample, wherein step (iii) comprises hybridizing to at least one of the 
following probes: 

MGO-ICG-1 : AACACCCTCGGGTGCTGTCC 



(SEQ ID NO 31) 
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MGO-ICG- 
MGO-ICG-5 
and more prefe 
MGO-ICG-5 : 



GTATGCGTTGTCGTTCGCGGC 
CGTGAGGGGTC\TCGTCTGTAG 

sly to: 

SGTGAGGGGTCATCGTCTGTAG 



(SEQ ID NO 32) 
(SEQ ID NO 33) 

(SEQ ID NO 33), 



or co equivalents or\said probes, 

and/or to any probeXderived from SEQ ID NO 104, 105 or 106 provided said probe 
hybridizes specifically to M- gordonae. 



17. Method according to rfci™ 7 to detect and identify one or more Mycobacterium 
ulcerans strains or M- marinufa strains in a sample, wherein step (iii) comprises hybridizing 
to the following probe: 

MUL-ICG-1 : GGTTTCGGG^GTTGTCCCACC (SEQ ID NO 175) 

or to equivalents of said probe, 
and/or to any probe derived frorA SEQ ID NO 157 provided said probe hybridizes 
specifically to M- plcerans and M. mpffll- 



(SEQ ID NO 176) 
(SEQ ID NO 177) 
(SEQ ID NO 211) 



18. Method according to clainT7 to foitect and identify one or more My^P^cterium 
averse strains in a sample, wherein step\(iii) comprises hybridizing to the following 
probe: 

MGV-ICG-1 : CGACTGAGGTCGACGTGC 
MGV-ICG-2 : GGTGTTTGAGCATTGAATAGteGTTGC 
MGV-ICG-3 : TCGGGCCGCGTGTTCGTCAAA^ 
or to equivalents of said probes, 

and/or to any probe derived from SEQ ID NO 158. 15^9, 160, 161 or 162 provided said 
probe hybridizes specifically to M- genavense. 

19. Method according to claim 7 to detect and identify one or more Mycobact erium 
xenopi strains in a sample, wherein step (iii) comprises hybridizing to the following probe: 
MXE-ICG-1 : GTTGGGCAGCAGGCAGTAACC \ (SEQ ID NO 178) 

or to equivalents of said probe, 
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and/or to anVprobe derived from SEQ ID NO 163, provided said probe hybridizes 
specifically to Ml xenopi . 

20. Method According to claim 7 to detect and identify one or more M vcot ?^ e rim 
ymfce strains in a santale, wherein so? (in) comprises hybridizing to the following probe: 
MSI-ICG-l : CCGGcLcGGTTACGTGTrC (SEQ ID NO 179) 

or to equivalents of said probe, 

and/or to any probe derivedXfrom SEQ ID NO 164 or 165 provided said probe hybridizes 
specifically to M- simlS£- 

21. Method according to claim 7 to detect and identify one or more Mycobacterium 
fortuicum strains in a sample, where Aste? (Hi) comprises hybridizing to the following probe: 
MFO-ICG-l : TCGTTGGATGGCCTCGCACCT (SEQ ID NO 180) 

MFO-ICG-2 : ACTTGGCGTGGGATGCGGGAA (SEQ ID NO 181) 

or to equivalents of said probes, 

and/or to any probe derived from SE^NO 166, provided said probe hybridizes 
specifically to M- fartuitam. 

22. Method according to claim 7 to detec\and identify one or more Mycobacterium 
ce l amm str ains * z sample, wherein step (iii) comprises hybridizing to the following probe: 
MCE-ICG-1 : TGAGGGAGCCCGTGCCTGTA \ (SEQ ID NO 190) 

or to equivalents of said probe, 

and/or to any probe derived from SEQ ID NO Unprovided said probe hybridizes 
specifically to M. celamm . 

23. Method according to claim 7 to detect and identifV one or more Mycobacterium 
]imigmm strains in a sample, wherein step (iii) comprises^ ridizing to the following 

MHP-ICG-1: CATGTTGGGCTTGATCGGGTGC \ (SEQ ID NO 191) 

or to equivalents of said probe, 

and/or to any probe derived from SEQ ID NO 171, 172 or HS^provided said probe 

hvbrtdizes specifically to M. haemcohUum, 
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24. Method according to claim 7 to detect and identify one or more Mycobacterium 
strains in a sample, wherein step (iii) comprises hybridizing to at least one of the following 
probes: 

MYC-ICG-l: ACTGGATAGTGGTTGCGAGCATCTA (SEQ ID NO I) 

MYC-ICG-22 : CTTCTGAATAGTGGTTGCGAGCATCT (SEQ ID NO 2) 

or to equivalents of said probes. 

25 Method accoromg to claim I to detect and identify one or more Mvccjtaa 
strains in a sample, wherein^, (Ui) comprises hybridizing to at least one of the following 
probes: x 
MPN-ICG 1 : ATCGGTG(rV OTAAACCCAAATCCCT0T (SEQ ID NO 49) 
MPN-ICG 2 : CAGTraGAAGAACATrrCCGCTrcnTC (SEQ ID NO SO) 
MOE-ICGl: CACCCATTAATTTrrrCGGTGTTAAAACCC (SEQ ID NO 51) 
MycopUsma-ICG : CAAAACTGAAAA€GACAATCnTCTAGTTCC (SEQ ID NO 52) 
or to equivalents of said probes, 

and/or to any probe derived from Se(> I^P 124 or 125 P rovided "* ^ ****** 

specifically with Mycoplasma species. 



26 Method according to claim 25 to de A and identify one or more M^piasjr^ 
.r^^ strains in a sample, wherein step (ui) Wises hybridizing to at least one of 
the following probes: \ 

MPN-ICG 1 : ATCGGTGGTAAATTAAACCCAAA^CCCTGT (SEQ ID NO 49) 
MPN-ICG 2 : CAGTrCTGAAAGAACATITCCGCTrCTTTC (SEQ ID NO 50) 

or to equivalents of said probes, , 

aad/or to any probe derived from SEQ ID NO 125 prided S aid probe hybndrzes 

specifically to Mycoplasma pneumoniae. 

27 Method according to claim 25 to detect and identify L or more MvsspJaSiIia 
genitalium strains in a sample, wherein step (iii) comprises hybridizing to the following 

probe: 
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PA-ICG 1 
PA-ICG 2 
PA-ICG 3 
PA-ICG 4 

PA-ICG 5 



MGc\cG 1 : CACCCATTAATTTTTTCGGTGTTAAAACCC (SEQ D NO 51) 
or to equivalents of said probe, 

or to anyYobe derived from SEQ ID NO 124 provided said probe hybridizes specifically 
m MvcnplasVa genitalium. 

28. Method according to claim I to detect and identify one or more P$eudc;m<?nas 
strains in a sampled wherein step (iii) comprises hybridizing to at least one of the following 
probes: 

TGgWgCTGCGTGATCCGAT (SEQ ID NO 34) 

TGAA^GTTCGTGGATGAACATTGATT (SEQ ID NO 35) 

CACTGGTGATCATTCAAGTCAAG (SEQ ID NO 36) 

TGAATG\cGT(G/A)(G/'A)ATGAACATTGATTTCTGGTC 

(SEQ ID NO 37) 

CTCTITCaAgGTGATCATTCAAGTCAAG (SEQ ED NO 38). 

or to equivalents of said probes, 
and/or to any probe derived from^SEQ ID NO 111, 112. 113, 114 or 115 provided said 
probe hybridizes specifically to Ps^udpnlonas strains. 

29. .Method according to claim 28^to detect and identify one or more ftevdotnonas . 
aeruginosa strains b a sample, wherein ste^iii) comprises hybridizing to at least one of ±c 
following probes: 

PA-ICG 1 : TGGTGTGCTGCGTGATCCW (SEQ ID NO 34) 

TGAATGTTCGTGGATGAAcWgaTT (SEQ ID NO 35) 

CACTGGTGATCATrCAAGTCAAG (SEQ ID NO 36) 

TGAATGTTCGT(G/ A)(G/ A) ATGAAC ATTG ATTTCTGGTC 

(SEQ ID NO 37) 

CTCTTTCACTGGTGATCATTCAAG^CAAG (SEQ ID NO 38) . 

and most preferably to at least one of the following probesN 

PA-ICG 1 : TGGTGTGCTGCGTGATCCGAT \ (SEQ ID NO 34) 

PA-ICG 4 : TGAATGTTCGT(G/A)(G/A)ATGAACATTGATTTCTGGTC 

^ (SEQ ID NO 37) 

PA-ICG 5 : CTCnTCACTGGTGATCATTCAAGTCAAG \ , (SEQ ID NO 38) 



PA-ICG 2 
PA-ICG 3 
PA-ICG 4 

PA-ICG 5 
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or to etftuvaiencs of said probes, 
and/or^wWy probe derived from SEQ ID NO 111 provided said probe hybridizes 

specificallyNo foendomonas qerugjnqsa. 



_ according to claim 1 to detect and identify one or more S^phvlQCQcciis . 
le, wherein step (iii) comprises hybridizing to at least one of the following 



30. 1 
species in a sampl 
probes: \ 

STAU-ICG 1 : TA\CAAGCAAAACCGAC3TGAATAAAGAGTT (SEQ ID NO 53) 
STAU-ICG -> • CAgVgaTGCGGAATAACGTGAC (SEQ ID NO 54) 

STAU-ICG 3 • AACgVaGCCGTATGTGAGCATTTGAC (SEQ ID NO 55) 

STAU-ICG 4 : G^CgWcTTCATGTT^CGTTTGACTTAT (SEQ ID NO 56) 

or 10 equivalents of said profe 
and/or to any probe derived from SEQ ID NO 139, 140, 141, 142 ,143 or 144 provided sari 
probe hybridizes specifically tc- Vaphvlococcus species. 



, detect and identify one or more Srcphvlocqccui 
i hybridizing to at least one, and preferably both 



jAGCATTTGAC 
rAACGTTTGACTTAT 



(SEQ ID NO 55) 
(SEQ ID NO 56), 



31. Method according to c 
aureus strains, wherein step (iii) 
of the following probes: 
STAU-ICG 3 : AACGAAGCCGTAT 
STAU-ICG 4 : GAACGTAACTTCAT 
or to equivalents of said probes, 

and/or to any probe derived from SEQ ID NO^, 140. 141, 142 or 143 provided sa:d 
probe hybridizes specifically to .Staphylococcus a 

32 Method according to claim 30 to detect an\identify one or more SuEiEteSSMi 
sr.idsnnidi^ strains in a sample, wherein step (iii) comprises hybridizing to any probe derived 
from SEQ ID NO 144 provided said probe hybridizeypecifically to S^ylocsscus 

epidermidis . 

33 Method accord^ to claim 1 to detect and idemifW or more AonfloJasei 
^ in a wherein «ep (HO «■(*« ***** 10 \ to ° K ° f *' f °"°" mS 

probes: 
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(SEQ ID NO 57) 
(SEQ ID NO 58), 



ACI-ICG 1\ GCTTAAGTGCACAGTGCTCTAAACTGA 
ACI-ICG 2 :\ CACGGTAATTAGTGTGATCTGACGAAG 
or to equivalents of said probes, 

and/or to any prbbe derived from SEQ ID NO 126, 127, 128. 129 or 130 provided said 
probe hybridizes specifically to Arinetobacter sp.. 

34. Method according to claim 33 to detect and identify one or more Aqfletqbacter 
baumanit strains in a sample, wherein step (iii) comprises hybridizing to at least one of the 
ollowing probes: 

ACMCG 1 : GCITAaNjTGCACAGTGCTCTAAACTGA (SEQ ID NO 57) 

ACI-ICG 2 : CACGGTAATTAGTGTGATCTGACGAAG (SEQ ID NO 58) 

or to equivalents of said probe 
and/or to any probe derived W SEQ ID NO 126 provided said probe hybridizes 
specifically to Acinetobacter baumlraii. 



35. Method according to c 
in a sample, wherein step (iii) comp 
US-ICG 1 : 
LMO-ICG I : 

LMO-ICG 2 : 
LMO-ICG 3 : 
UV-ICG 1 : 



LSE-ICG 1 
LISP-ICG 1 



detect and identify one or more Listeria strains 
r&ridizing to at least one of the following probes: 
CAAGTAACCGAGAATOATCTGAAAGTGAATC (SEQ ID NO 39) 
AAACAACCTTTACTTCC^AGAAGTAAATTGGTTAAG 

(SEQ ID NO 40) 

TGAGAGGTTAGTACTTCTcVGTATGTTTGTTC (SEQ ID NO 41) 
AGGCACTATGCTTGAAGCATCGC (SEQ ID NO 42) 

GTTAGCATAAATAGGTAACTATTTATGACACAAGTAAC 

(SEQ ID NO 43) 

agttagcataagtagtgtaactaYttatgacacaag 



CGTTTTCATAAGCGATCGCACGTn 
and most preferably to at least one of the following probes: 
LIS-ICG 1 : CAAGTAACCGAGAATCATCTGAAAGTjGAATC 
LMO-ICG 3 : AGGCACTATGCTTGAAGCATCGC 
LISP-ICG 1: CGTTTTCATAAGCGATCGCACGTT 
or to equivalents of said probes, 



(SEQ ID NO 212) 

(SEQ ID NO 39) 
(SEQ ID NO 42) 
(SEQ ID NO 212) 
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and/or to\any probe derived from SEQ ID NO 116, 118, 119, 120, 121, 213, 214 or 215 
provided said probe hybridizes specifically to listeria species. 

36. Method according to claim 35 to detect and identify one or more LiSJSOa 
monocytogene^ strains in a sample, wherein step (iii) comprises hybridizing to at Least one 
of the foUowingNprobes: 

LMO-ICG 1 : AAACAACCTTTACTTCGTAGAAGTAAATTGGTTAAG 

\ (SEQ ID NO 40) 

LMO-ICG 2 : TGAGAGGTTAGTACTTCrCAGTATGTTTGTrC (SEQ ID NO 41) 
LMO-ICG 3 : AGGCACTATGCTTGAAGCATCGC (SEQ ID NO 42) 

and most preferably to thfe following probe: 

LMO-ICG 3 : AGGCAOTATGCTTGAAGCATCGC (SEQ ID NO 42) 

or to equivalents of said probes, 

and/or to any probe derived frW SEQ ID NO 118 or 120 provided said probe hybridizes 
specifically to Listeria monocytogenes^ 

37. Method according to claim\ ^detect and identify one or more Brucella , strains 
in a sample, wherein step (iii) comprises\ybridizing to at least one of the following probes: 
BRU-ICGl: CGTGCCGCCTTCGTTTCTCnT (SEQ ID NO 59) 

BRU-ICG 2 : TTCGCTTCGGGGTGGATCTGTG (SEQ ID NO 60) 

BRU-ICG 3 : GCGTAGTAGCGTTTGCGTCGG (SEQ ID NO 193) 

BRU-ICG 4 : CGCAAGAAGCTTGCTCAAuCC (SEQ ID NO 194) 

and most preferably to the following probe: \ 

BRU-ICG 2 : TTCGCTTCGGGGTGGATCTGt\ (SEQ ID NO 60) 

BRU-ICG 3 
BRU-ICG 4 

or to equivalents of said probes, \ 

and/or to any probe derived from SEQ ID NO 131. ik or 154. provided said probe 
hybridizes specifically to Brucella strains. \ 



GCGTAGTAGCGTTTGCGTCGG \ (SEQ ID NO 193) 

CGCAAGAAGCTTGCTCAAGCC \ (SEQ ID NO 194) 



38. Method according to claim 1 to detect and identify one\r more Salmonella strains 
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in a sample .Wherein step (iii) comprises hybridizing to at leas: one of the 
SALM-ICG X: CAAAACTGACTTACGAGTCACGTTTGAG 
SALM-ICG 2 \ GATGTATGCTTCGTTATTCCACGCC 
STY-ICG 1 : ^GGTCAAACCTCCAGGGACGCC 
SED-ICG 1 : GCGGTAATGTGTGAAAGCGTTGCC 
and most preferablyVo the following probe: 
SALM-ICG I : CAAAACTGACTTACGAGTCACGTTTGAG 
or to equivalents of said probes, 

and/or to any probe derived from SEQ ID NO 133, 134, 135. 136, 137 or 
probe hybridizes specifically to Salmonella strains. 



following probes: 
(SEQ ID NO 61) 
(SEQ ID NO 62) 
(SEQ ID NO 63) 
(SEQ ID NO 64) 

(SEQ ID NO 61) 

138 provided said 



39. Method according to &aim I to detect and identify one or more fflamvdia , strains 
in a sample, wherein step (iii) comprises hybridizing to at least one of the following probes: 



CHTR-ICG 1 
CHTR-ICG 2 
CHTR-ICG 3 
CHTR-ICG 4 
CHPS-ICG 1 



[AGAAGGTTTCTGAC (SEQ ID NO 45) 

GCATTTATATGTA)A7HGCAAGCATTCTATTTCA (SEQ ID NO 46) 

GAGTAGCGTGGTpAG^ACGAGA (SEQ ID NO 47) 

GAGTAGCGCGGtWgA\CGAGA (SEQ ID NO 201) 

GGATAACrGTCTTAGG^CGGTTTGAC (SEQ ID NO 48) 
or to equivalents of said probes, 

and/or to any probe derived from SEQ ID N^122. 123 or 197 provided that said probe 
hybridizes specifically to Chlamydia strains. 

40. Method according to claim 39 to detec\ and identify one or more Chlamvdi i 
trachomatis strains in a sample, wherein step (iii) comprises hybridizing to at least one of the 
following probes: 

CHTR-ICG 1 : GGAAGAAGCCTGAGAAGGTTTCTGAC (SEQ ID NO 45) 

CHTR-ICG 2 : GCATTTATATGTAAGAGCAAGCATTCTATTTCA 

(SEQ ID NO 46) 

CHTR-ICG 3: GAGTAGCGTGGTGAGGACGAGA \ (SEQ ID NO 47) 

CHTR-ICG 4 : GAGTAGCGCGGTGAGGACGAGA \ (SEQ ID NO 201) 

or to equivalents of said probes, 
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and/or to any probe derived from SEQ ID NO 123 or 197 provided said probe hybridizes 
specifically \o Chlamydia Trachomatis. 

41. Method according to >**m 39 to detect and identify one or more Chlamydia 
raimci strains k\a sample, wherein step (Hi) comprises hybridizing to at least the following 
probe: 

CHPS-ICG 1: gVaTAACTGTCTTAGGACGGTTTGAC (SEQ ID NO 48) 

or to equivalents of said probe, 

and/or to any probeNderived from SEQ ID NO 122 provided said probe hybridizes 
specifically to Chlamvdfe psjttacj. 



42. Method according, to claim 1 to detect one or more Streptococcus strains in a 
sample, wherein step (Hi) comprises hybridizing to any probe derived from SEQ ID NO 145, 
146, 147, 148, 149, 150, 151,\52 or 153 provided said probe hybridizes specifically to 
Streptococcus strains. 

43. Method according L cX\l, to detect and identify specifically Qjlaffivdja 
rachgjnatis in a sample, wherein stepVii) comprises amplification of the 16S-23S rRNA 
spacer region or a pan of it. using at leak one of the following primers: 

CHTR-Pl: AAGGTTTCTGAC^AGGTTGGGC (SEQ ID NO 69) 

CHTR-P2: GGTGAAGTGCTTGCA^GGATCT (SEQ ID NO 70) 

or equivalents of these primers, said equivalents differing in sequence from the above 
mentioned primers by changing one or more nucleotides, provided that said equivalents still 
amplify specifically the spacer region or part of V of Chlamvdia Trachomatis. 

44. Method according to claim 1, to detect aVd identify specifically Listeria species 
in a sample, wherein step (ii) comprises amplincatio\of the 16S-23S rRNA spacer region 
or a part of it, using at least one of the following prim* 

LIS-P1 : ACCrGTGAGTTTTCGTTCTTCTC \ (SEQ ID NO 71) 

LIS-P2 : CTATTTGTTCAGTTTTGAGAGGTT \ (SEQ ID NO 72) 

LIS-P3 : ATTTTCCGTATCAGCGATGATAC \\ (SEQ ID NO 73) 
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13$^ 

ACGAAGTAAAGGTTGTTTTTCT 

GAGAGGTTACTCTCTTTTATGTCAG 

CmTATGTCAGATAAAGTATGCAA 



(SEQ ID NO 74) 
(SEQ ID NO 75) 
(SEQ ID NO 202) 



LIS-P7\ CGTAAAAGGGTATGATTATTTG (SEQ ID NO 203) 

or eqtuvalenis \ these primers, said equivalents differing in sequence from the above 
mentioned primeAby changing one or more nucleotides, provided that said equivalents still 
amplify specifically^ spacer region or pan of it of UsEDa species. 

45. Method according to claim 1, to detect and identify specifically Mvcpbacteriurr. 
species in a sample.^faVein step (ii) comprises amplification of the 16S-23S rRNA spacer 
region or a part of it, using at least one of me following primers: 
MYC-P1: TCCCTTGTGGC CTGTGTG 
MYC-P2: TCCTTCATCGGCTCTCGA 
MYC-P3: GATGCCAAGGCATCCACC 
MYC-P4: CCTCCCAGGTCCTrCATCG 
MYC-P5: CCTGGGTlWcATGCACAG 



(SEQ ID NO 65) 
(SEQ ID NO 66) 
(SEQ ID NO 67) 
(SEQ ID NO 68) 
(SEQ ID NO 192) 



or equivalents of these primers, Wd! equivalents differing in sequence from the above 

mentioned primers by changing^ ™ cleotides - P r0vided "* 
amplify specifically the spacer regioU part of it of Mvcob^ium species. 

46. Composition comprising at le^t one of the probes or primers as defined in claims 
1 to 45 and 51 to 53. 

47. Probe as denned in any of clainfc 1 to 42 and 51. 



48 



. Primer as defined in any of claims^ to 45 and 52 to 53. 
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. Reverse hybridization method compriLg any of the probes as defined in claims 



obilizekon a known location on a solid support. 



1 io 42 and 51 wherein said probes are imm< 
more preferably on a membrane strip. 

50. Kit for the detection and identification of a\least one micro-organism, or the 
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simultaneous detection and ideatificarion of several micro-organisms in a sample, comprising 
the following components: 

(i) whe£L appropiate, at least one suitable primer pair to allow amplification of the 
16S-23S rRNA spacer region, or a pan of it; 
at least bne of the probes as denned in c\*\m* l to 42 and 51; 
a bufferA or components necessary to produce the buffer, enabling a 
hybridization reaction between said probes and the polynucleic acids present 
in the sample or the amplified products thereof; 

a solution, oAcomponents necessary for producing the solution, enabling 
washing of the Winds formed under the appropiate wash conditions; 
when appropiateX a means for detecting the hybrids resulting from the 
preceding hybridization. 



(ii) 
(iii) 



(iv) 
(v) 



51. Method according to ckim 1 to detect and identify one or more Yersinia 
enterocolitica strains in a sample, wherein step (iii) comprises hybridizing to at least one of 
the following probes : 



(SEQ ED NO 198) 
(SEQ ID NO 199) 
(SEQ ID NO 200) 



YEC-ICG 1 : GGAAAAGGTA^CTGCACGTGACTG 
YEC-ICG 2 : GACAGCTGAAm^ATCCCTCCG 
YEC-ICG 3 : GCTACCTGTTGaVgTAATGAGTCAC 
or to equivalent of said probes, 

and/or to any probe derived from SEQ ID N0( 195 or 196, provided said probe hybridizes 
specifically to Yersinia enterocolitica strains. 



52. Method according to claim 1, to detecnand identify specifically Brucella species 
in a sample, wherein step (ii) comprises amplification of the 16S-23S rRNA spacer region 
or a part of it, using at least one of the following prroers 

BRU-P1 : TCGAGAATTGGAAAGAGGTC 

BRU-P2 : AAGAGGTCGGATTTATCCG 

BRU-P3 : TTCGACTGCAAATGCTCG 

BRU-P4 : TCTTAAAGCCGCATTATGC 
or equivalents of these primers, said equivalents differing in sequence from the above 
mentioned primers by changing one or more nucleotides, provided that said equivalents still 



(SEQ ID NO 204) 
(SEQ ID NO 205) 
(SEQ ID NO 206) 
(SEQ ID NO 207) 



wo 
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amplify specifically the 



region or part of it of Brucella species. 



53. Method accordingNto claim 1, to detect and identify specifically Yersinia 
enterocolirica species in a sample/^wherein step (ii) comprises amplification of the 16S-22S 
rRNA spacer region or a part of it, u&ng at least one of the following primers : 

YEC-P1 : CCTAATGATATTTG^CGCG (SEQ ID NO 208) 

YEC-P2 : ATGACAGGTTibATC^TMCCCC (SEQ ID NO 209) 

or equivalents of these primers, said equivalents differing in sequence from the above 
mentioned primers by changing one or more nucleotides, provided that said equivalents still 
amplify specifically the spacer region or pan of liof Yersinia enterocolitica species. 




